. We often use the smoothing routine because it makes our automatic peak searching algorithms much more reliable. Also, after smoothing, one can easily interpolate between points, which is necessary for histogram translocation.
In the case of DNA histograms with a distinct GO-Gi peak, we normally translocate the histograms to a first modal channel of 40. We have found that there is a small degree of shifting that occurs from one run to another.
By translocating all the DNA histograms to a single position, we minimize this shifting variability. If this shifting is not compensated, there will be a large reduction in the sensitivity of this analysis.
Another As seen in Figure 2 , the histogram ( Figure  1B) With this procedure we form two types of histograms which we arbitrarily will refer to as type A and type B (see Fig. 4 ). The variability of each data point is shown as a horizontal line representing one S. D. above and below the mean (see Figure 4 ). Those P values that are greater than P = 0.05 are not shown and those values which are less than P = 0.05 are plotted on a log scale as shown in Figure 5 . The end result is that one can visually inspect the graph for areas of statistical significance.
In the example shown in Figure  5 , there are 3 major areas of significant difference: GO-Gi, late 5, and G2-M. It is interesting to note that this procedure can detect small differences in S which would be diluted when comparing only percent S. Descriptor selection and use of Bayes' theorem:
As seen at the P < 0.05 level in Figure   5 , there are three statistically significant zones. The area underneath the curve in any one of these zones is referred to as a descriptor. The only restriction in selecting a descriptor zone is to stay within a region where the mean histograms do not intersect.
As seen in Figure 5 , by selecting the area under the curve from channels 86 to 95, we can then determine the probability density functions (see Figure  6 ) of the descriptor for both sets of histograms. 
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